Candidatus Arthromitus" UMNCA01 was recovered from ileal samples of commercial turkey poults and may have probiotic capabilities. The complete genome was determined using the Illumina MiSeq and HiSeq sequencing platforms. The complete genome consists of 1,631,326 bp and has a GϩC content of 26.14%, 1,540 coding sequences (CDS), and 37 RNA coding genes.
"Candidatus Arthromitus" genome using Mauve (7) to retrieve and arrange "Candidatus Arthromitus" sequences (sourced from turkeys) that mapped to those genomes. Following manual curation, unmapped contigs were then filtered from the metagenomic assembly. The final "Candidatus Arthromitus" assembly resulted in an average 100ϫ genome coverage with a total number of 1,631,326 bp arranged into 41 contigs. The GϩC content of these contigs was 26.14%, with an average contig size of 39,788 bp and an N 50 value of 57,760 bp. The draft genome contains 1,480 protein coding sequences, 37 RNA genes, and 60 pseudogenes. The genome sequence of "Candidatus Arthromitus" UMNCA01 was annotated using the National Center for Biological Information (NCBI) Prokaryotic Genome Annotation Pipeline and the best-placed reference protein set of GeneMarkSϩ (annotation software v. 4.6) as described (8, 9) ; the results are summarized in Table 1 .
Data availability. This "Candidatus Arthromitus" UMNCA01 whole-genome shotgun (WGS) project has the GenBank accession number NZ_LXFF00000000. The version of this project is NZ_LXFF01000000 and consists of sequences LXFF01000001 through LXFF01000041. The filtered assembly and raw sequencing reads can be accessed through BioProject accession number PRJNA319431 and BioSample accession numbers SAMN04889864 and SAMN13392129, respectively. 
